ABSTRACT Pseudomonas stutzeri strain KMS 55 (MTCC 12703) is an isolate from the root tissues of rice (Oryza sativa L.) that displays a high biological nitrogen fixation ability. Here, we report the complete genome sequence of this strain, which contains 4,637,820 bp, 4,289 protein-coding genes, 5,006 promoter sequences, 62 tRNAs, a single copy of 5S-16S-23S rRNA, and a genome average GC content of 51.18%. Analysis of the~4.64-Mb genome sequence will give support to increased understanding of the genetic determinants of host range, endophytic colonization behavior, endophytic nitrogen fixation, and other plant-beneficial roles of Pseudomonas stutzeri.
reference canonical pathways, followed by classification and functional annotation using the BLASTx program. Gene ontology distribution showed that among the 4,254 annotated genes, 1,797 genes were mapped to biological processes, 1,851 to molecular functions, and 1,248 to cellular components. Also, 39 nitrogen metabolism genes were annotated. Genes for nitrogen fixation and their regulatory elements, like fixL, glnK, nifA, and rpoN, were identified. A total of 5,006 promoter sequences were predicted, and a 53-bp clustered regularly interspaced short palindromic repeat (CRISPR) along with a 54-bp spacer sequence were also identified. This genomic information may be helpful in studying the genetic and functional characteristics of P. stutzeri strain KMS 55, a rice-colonizing endophytic diazotroph, and determining ways to improve its N-fixation potential through biotechnological interventions. Accession number(s). The complete genome sequence of Pseudomonas stutzeri strain KMS 55 (MTCC 12703) has been deposited in DDBJ/ENA/GenBank under accession number MUEH00000000 (BioProject number PRJNA360478). The version described in this paper is the first version, MUEH01000000.
